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SEQUENCE LISTING 

<110> Pulst, Stefan M . 
Huynh, Duong P. 

<120> Parkin Interacting Polypeptides and 

Methods of Use 

<130> 66783-145 

<140> 10782375 

<141> 2008-04-03 



<150> 60/448,252 
<151> 2003-02-18 

<160> 15 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1453 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (272) . . . (955) 

<221> misc_f eature 
<222> (1) . . . (1453) 
<223> n = A,T,C or G 

<400> 1 

agtcctcaac gaggggtcca gtgtaggcag tgacaggcac atagctgttg agctcagcga 60 
ggcggggctg tgatacctcg gcccggtttt taccgatgtc ctcctcccgc aggtagaact 120 
gggaggaaag atcagcccac tgggcagtgc cctggtcatg tagggtaaca gccttgaccc 18 0 
caccaaggat gatgttctta gcgatctcca cgcccaggcc ccgcaggcct gataccagga 240 
cactggatgt ctggagccgc ttcattgcct c atg gcc caa cac ata cag ctg 292 

Met Ala Gin His lie Gin Leu 
1 5 

ccg gga gta aag gcc etc gtc tat gtc tgc ttc act gcc gtt ctt ggc 340 
Pro Gly Val Lys Ala Leu Val Tyr Val Cys Phe Thr Ala Val Leu Gly 
10 15 20 

cat tec gtt ggt tgg cac cga ggg cac ttc gga caa cac gga ctg ggc 38 8 

His Ser Val Gly Trp His Arg Gly His Phe Gly Gin His Gly Leu Gly 
25 30 35 

^9"^ gca gtt aga acc egg ctt tgg ate agg cec gga cac geg aeg 43 6 

Arg Gly Ala Val Arg Thr Arg Leu Trp lie Arg Pro Gly His Ala Thr 
40 45 50 55 



ttt ctt gga cag egg cga get gga cat caa tgc egg ttc cec ggg teg 



484 



Phe Leu Gly Gin Arg Arg Ala Gly His Gin Cys Arg Phe Pro Gly Ser 

60 65 70 



cgc cgc cgc caa etc etc aag gag ceg aag eca age eeg gee gea eee 532 

Arg Arg Arg Gin Leu Leu Lys Glu Pro Lys Pro Ser Pro Ala Ala Pro 

75 80 85 

tec tec ttc tec tec tec ceg ceg cct ggg ccg cct aga ate gee get 580 

Ser Ser Phe Ser Ser Ser Pro Pro Pro Gly Pro Pro Arg lie Ala Ala 
90 95 100 

gee gee tte tee tee eee gge egt tgt ggt tgt ggt tgt eee tge eae 628 

Ala Ala Phe Ser Ser Pro Gly Arg Cys Gly Cys Gly Cys Pro Cys His 

105 110 115 

ete ett aea gee gag eeg eeg aea eaa gat gge gga ege ttg age etg 67 6 

Leu Leu Thr Ala Glu Pro Pro Thr Gin Asp Gly Gly Arg Leu Ser Leu 

120 125 130 135 

ggg eeg gaa eaa aae ett ggg eee eae eee eag aaa eee gga tge aag 72 4 

Gly Pro Glu Gin Asn Leu Gly Pro His Pro Gin Lys Pro Gly Cys Lys 

140 145 150 

egg gee geg eet aet tat gaa tea tge ata aag tte eet aet egg ttg 772 

Arg Ala Ala Pro Thr Tyr Glu Ser Cys lie Lys Phe Pro Thr Arg Leu 

155 160 165 

ega tte att egg tta gaa gtg gaa eag eae eae etg gtg gae att gtg 820 

Arg Phe lie Arg Leu Glu Val Glu Gin His His Leu Val Asp lie Val 

170 175 180 

gea gta aea aeg aaa aea ggt aaa aea gag gee aeg eet eat gga atg 8 68 

Ala Val Thr Thr Lys Thr Gly Lys Thr Glu Ala Thr Pro His Gly Met 

185 190 195 

ega eta atg aat gaa ttg ttg eag eea gge tgt eaa gga age gaa gaa 916 

Arg Leu Met Asn Glu Leu Leu Gin Pro Gly Cys Gin Gly Ser Glu Glu 
200 205 210 215 

aaa eeg tta agg eea tge tte etg att ata agt tat gea tgaagttgag 965 

Lys Pro Leu Arg Pro Cys Phe Leu lie lie Ser Tyr Ala 

220 225 

tggttggtag eaaeaaeeag eaaeeagaaa geagatgtta aaaeatggaa gceaeaeaee 102 5 

eeeatteatg aatnaatgat gatettgeag gggeeeggaa geeaaggaga eeeaggeeae 1085 

aaettaette atgaataatg eatgaggeee agtgggttgg aataaaaggg geaegeeege 114 5 

etattgctgc atetaataca etgtaagcag ggaaatgggg ctgctgcagg gaaaacacae 1205 

teteeeaggt eetgaataat gaattatget getgeagtag eteaaeetgg aaaeteagag 1265 

aggteaagaa aggtteeaee eaatttatga attatgeata aggegaagaa aeaeeeaaga 132 5 

etgeeetgee eeteatttae ataaatatta taetageatt taeeatetea ettetaggaa 1385 

taetagtata tegeteaeae eteatateet eeetaetatg eetagaagga ataataetat 144 5 
egetgteg 1453 



<210> 2 
<211> 228 
<212> PRT 

<213> Homo sapiens 



<400> 2 

Met Ala Gin His lie Gin Leu Pro Gly Val Lys Ala Leu Val Tyr Val 

15 10 15 

Cys Phe Thr Ala Val Leu Gly His Ser Val Gly Trp His Arg Gly His 

20 25 30 

Phe Gly Gin His Gly Leu Gly Arg Gly Ala Val Arg Thr Arg Leu Trp 

35 40 45 

lie Arg Pro Gly His Ala Thr Phe Leu Gly Gin Arg Arg Ala Gly His 

50 55 60 

Gin Cys Arg Phe Pro Gly Ser Arg Arg Arg Gin Leu Leu Lys Glu Pro 
65 70 75 80 

Lys Pro Ser Pro Ala Ala Pro Ser Ser Phe Ser Ser Ser Pro Pro Pro 

85 90 95 

Gly Pro Pro Arg lie Ala Ala Ala Ala Phe Ser Ser Pro Gly Arg Cys 

100 105 110 

Gly Cys Gly Cys Pro Cys His Leu Leu Thr Ala Glu Pro Pro Thr Gin 

115 120 125 

Asp Gly Gly Arg Leu Ser Leu Gly Pro Glu Gin Asn Leu Gly Pro His 

130 135 140 

Pro Gin Lys Pro Gly Cys Lys Arg Ala Ala Pro Thr Tyr Glu Ser Cys 
145 150 155 160 

lie Lys Phe Pro Thr Arg Leu Arg Phe lie Arg Leu Glu Val Glu Gin 

165 170 175 

His His Leu Val Asp lie Val Ala Val Thr Thr Lys Thr Gly Lys Thr 

180 185 190 

Glu Ala Thr Pro His Gly Met Arg Leu Met Asn Glu Leu Leu Gin Pro 

195 200 205 

Gly Cys Gin Gly Ser Glu Glu Lys Pro Leu Arg Pro Cys Phe Leu lie 

210 215 220 

lie Ser Tyr Ala 
225 



<210> 3 

<211> 684 

<212> DNA 

<213> Homo sapiens 



<400> 3 

atggcccaac acatacagct gccgggagta aaggccctcg tctatgtctg cttcactgcc 60 

gttcttggcc attccgttgg ttggcaccga gggcacttcg gacaacacgg actgggcagg 120 

ggagcagtta gaacccggct ttggatcagg cccggacacg cgacgtttct tggacagcgg 180 

cgagctggac atcaatgccg gttccccggg tcgcgccgcc gccaactcct caaggagccg 2 40 

aagccaagcc cggccgcacc ctcctccttc tcctcctccc cgccgcctgg gccgcctaga 300 

atcgccgctg ccgccttctc ctcccccggc cgttgtggtt gtggttgtcc ctgccacctc 360 

cttacagccg agccgccgac acaagatggc ggacgcttga gcctggggcc ggaacaaaac 420 

cttgggcccc acccccagaa acccggatgc aagcgggccg cgcctactta tgaatcatgc 480 

ataaagttcc ctactcggtt gcgattcatt cggttagaag tggaacagca ccacctggtg 540 

gacattgtgg cagtaacaac gaaaacaggt aaaacagagg ccacgcctca tggaatgcga 600 

ctaatgaatg aattgttgca gccaggctgt caaggaagcg aagaaaaacc gttaaggcca 6 60 

tgcttcctga ttataagtta tgca 684 



<210> 4 

<211> 958 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_f eature 
<222> (1) ... (958) 
<223> n = A,T,C or G 



<400> 4 

gaattcgcgg ccgcgtcgac ctccttctcc tcctccccgc cgcctgngcc gcctagaatc 60 

gccgctgccg ccttctcctc ccccggccgt tgtggttgtg gttgtccctg ccacctcctt 120 

acagccgagc cgccgacaca agatggcgga cgctgagcct ggggccggaa caaaaccttg 180 

ggccccaccc ccagaaaccc ggatgcaagc gggccgcgcc tacttatgaa tcatgcataa 240 

agttccctac tcggttgcga ttcattcggt tagaagtgga acagcaccac ctggtggaca 300 

ttgtggcagt aacaacgaaa acaggtnaaa cagaagccac gcctcatgga atgcgactaa 3 60 

tgaatgaatt gttgcagcca ggctgtcaag gaagcgaaaa aaaaaccgtt aaggccatgc 420 

ttcctgatta taagttatgc atgaagttga gtggttggta gacttaacaa ccagcaacca 4 80 

gaaagcagat gttaaaacat ggaagccaca cacccccatt catgaataat gatgatcttg 540 

caggggcccg gaagccaagg agacccaggc cacaacttac ttcatgaata atgcatgagg 600 

cccagtgggt tggaataaaa ggggcacgcc cgcctattgc tgcatctaat acactgtaag 6 60 

cagggaaatg gggctgctgc agggaaaaca cactctccca ggtcctgaat aatgaattat 720 

gctgctgcag tagctcaacc tggaaactca gagaggtcaa gaaaggttcc acccaattta 7 80 

tgaattatgc ataaggcgaa gaaacaccca agactgccct gcccctcatt tacataaata 840 

ttatactagc atttaccatc tcacttctag gaatactagt atatcgctca cacctcatat 900 

cctccctact atgcctagaa ggaataatac tatcgctgtc gacgcgggcc gcgaattc 958 



<210> 5 

<211> 2453 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (266) . . . (1534) 



<400> 5 

agagcactgg ggaccgagac ccggcaccac ctcccggtcc gccctccagg gaaaacggga 60 

aaactagcaa gagctagcaa gaactagcaa gagcttgaac aaacgcctgg actcagattg 12 0 

gaagactgct catttgtcta ctgcctcatt cctggaaatt gcactggaac tgtctgatta 18 0 

agaaaaacag aataattctg aaagaaagaa aacaaagaaa aacatactcc agaattccta 24 0 

atagaacact tcacctgaac ctaaa atg gtg age gag agt cac cat gag gcc 2 92 

Met Val Ser Glu Ser His His Glu Ala 
1 5 



ctg gca gcc ccg cot gtc acc act gtc gcg act gtt ctg cca age aat 340 
Leu Ala Ala Pro Pro Val Thr Thr Val Ala Thr Val Leu Pro Ser Asn 
10 15 20 25 



gcc aca gag cca gcc agt cct gga gaa gga aag gaa gat gca ttt tct 38 8 

Ala Thr Glu Pro Ala Ser Pro Gly Glu Gly Lys Glu Asp Ala Phe Ser 

30 35 40 



aag ctg aag gag aag ttt atg aat gag ttg cat aaa att cca ttg cca 43 6 

Lys Leu Lys Glu Lys Phe Met Asn Glu Leu His Lys lie Pro Leu Pro 

45 50 55 



ccg tgg gcc tta att gca ata gcc ata gtc gca gtc ctt tta gtc ctg 
Pro Trp Ala Leu lie Ala lie Ala lie Val Ala Val Leu Leu Val Leu 
60 65 70 



484 



acc tgc tgc 

Thr Cys Cys 
75 

aag aag aag 

Lys Lys Lys 
90 

gat gta aaa 

Asp Val Lys 

gat gat get 

Asp Asp Ala 

aaa gaa gag 

Lys Glu Glu 
140 

ttc caa aat 

Phe Gin Asn 
155 

ccc gcc ttg 

Pro Ala Leu 
170 

ctg eta cct 

Leu Leu Pro 

acc ctt aat 

Thr Leu Asn 

teg gaa ttg 

Ser Glu Leu 
220 

cgt ttc tct 

Arg Phe Ser 
235 

aca gtg gat 

Thr Val Asp 

250 

get gag aag 

Ala Glu Lys 

cgc tac gta 

Arg Tyr Val 



ttt tgt ate 

Phe Cys lie 

gga aag gaa 

Gly Lys Glu 
95 

gae tta ggg 

Asp Leu Gly 
110 

gaa act gga 

Glu Thr Gly 
125 

gag aaa ctg 

Glu Lys Leu 

aac cag ctg 

Asn Gin Leu 

gae atg ggg 

Asp Met Gly 
175 

gat aag aag 

Asp Lys Lys 
190 

cct gtc ttc 

Pro Val Phe 

205 

ggt ggc aaa 

Gly Gly Lys 

aag cat gae 

Lys His Asp 

ttt ggc cat 

Phe Gly His 
255 

gaa gag caa 

Glu Glu Gin 
270 

cct act get 

Pro Thr Ala 

285 



tgt aag aaa 

Cys Lys Lys 
80 

aaa gga ggg 

Lys Gly Gly 

aag acg atg 

Lys Thr Met 

ttg aca gat 

Leu Thr Asp 
130 

gga aaa ctt 

Gly Lys Leu 
145 

ctg gta ggg 

Leu Val Gly 

160 

ggc aca tct 

Gly Thr Ser 

aag aaa ttt 

Lys Lys Phe 

aat gag caa 

Asn Glu Gin 

210 

acc eta gtg 

Thr Leu Val 
225 

ate att gga 

lie lie Gly 
240 

gta act gag 

Val Thr Glu 

gag aaa ttg 

Glu Lys Leu 

ggt aag ctg 

Gly Lys Leu 
290 



tgt ttg ttc 

Cys Leu Phe 
85 

aag aat gee 

Lys Asn Ala 
100 

aaa gat cag 

Lys Asp Gin 

115 

gga gaa gaa 

Gly Glu Glu 

cag tat tea 

Gin Tyr Ser 

ate att cag 

lie lie Gin 

165 

gat cct tac 

Asp Pro Tyr 
180 

gag aca aaa 

Glu Thr Lys 
195 

ttt act ttc 

Phe Thr Phe 



atg get gta 

Met Ala Val 

gaa ttt aaa 

Glu Phe Lys 
245 

gaa tgg cgt 

Glu Trp Arg 
260 

ggt gat ate 

Gly Asp lie 
275 

act gtt gtc 

Thr Val Val 



aaa aag aaa 

Lys Lys Lys 

att aac atg 

lie Asn Met 

gcc etc aag 

Ala Leu Lys 
120 

aaa gaa gaa 

Lys Glu Glu 
135 

ctg gat tat 

Leu Asp Tyr 
150 

get gcc gaa 

Ala Ala Glu 



gtg aaa gtg 

Val Lys Val 

gtc cac ega 

Val His Arg 
200 

aag gta cea 

Lys Val Pro 
215 

tat gat ttt 

Tyr Asp Phe 
230 

gtc cct atg 

Val Pro Met 

gae ctg caa 

Asp Leu Gin 

tgc ttc tee 

Cys Phe Ser 
280 

att ctg gag 

lie Leu Glu 

295 



aac 532 
Asn 

aaa 58 0 

Lys 

105 

gat 62 8 

Asp 

ccc 676 
Pro 

gat 72 4 

Asp 

ctg 772 
Leu 

ttt 820 

Phe 

185 

aaa 8 68 

Lys 

tac 916 
Tyr 

gat 964 
Asp 

aac 1012 

Asn 

agt 10 60 

Ser 

265 

ctt 1108 
Leu 

gea 1156 
Ala 



aag aac ctg aag aag atg gat gtg ggt ggc tta tec gat cct tat gtg 



1204 



Lys Asn Leu Lys Lys Met Asp Val Gly Gly Leu Ser Asp Pro Tyr Val 
300 305 310 



aag att cat ctg atg cag aat ggt aag agg ctg aag aag aaa aag aca 1252 
Lys lie His Leu Met Gin Asn Gly Lys Arg Leu Lys Lys Lys Lys Thr 

315 320 325 

aca att aaa aag aac aca ctt aac ccc tac tac aat gag tea ttc age 1300 
Thr lie Lys Lys Asn Thr Leu Asn Pro Tyr Tyr Asn Glu Ser Phe Ser 
330 335 340 345 

ttt gaa gta cot ttt gaa caa ate cag aaa gtg cag gtg gtg gta act 134 8 

Phe Glu Val Pro Phe Glu Gin lie Gin Lys Val Gin Val Val Val Thr 

350 355 360 

gtt ttg gac tat gac aag att ggc aag aac gat gcc ate ggc aaa gtc 139 6 

Val Leu Asp Tyr Asp Lys lie Gly Lys Asn Asp Ala lie Gly Lys Val 

365 370 375 

ttt gtg ggc tac aac age ace ggc gcg gag ctg ega cae tgg tea gac 1444 
Phe Val Gly Tyr Asn Ser Thr Gly Ala Glu Leu Arg His Trp Ser Asp 
380 385 390 

atg ctg gee aac ccc agg ega ect att gee cag tgg cae ace ctg cag 14 92 

Met Leu Ala Asn Pro Arg Arg Pro lie Ala Gin Trp His Thr Leu Gin 
395 400 405 

gta gag gag gaa gtt gat gcc atg ctg gcc gtc aag aag taa 1534 
Val Glu Glu Glu Val Asp Ala Met Leu Ala Val Lys Lys * 

410 415 420 

aggaaagaag aagcctttct gcatttgccc atatagtgct ctttagccag tatctgtaaa 1594 

tacctcagta atatgggtcc tttcattttt ccagccatgc attcctaaca caattcagtg 1654 

gtacttggaa tcctgtttta atttgcacaa atttaaatgt agagagcccc taagtccttc 1714 

atcataccac tgccctccaa atctactctt cttttaagca atatgatgtg tagatagagc 1774 

atgaatgaaa ttatttattg tatcacactg ttgtatatac cagtatgcta aagatttatt 1834 

tctagtttgt gtatttgtat gttgtaagcg tttcctaatc tgtgtatatc tagatgtttt 1894 

taataagatg ttctatttta aactatgtaa attgactgag atataggaga gctgataata 1954 

tattatacgg taaatatagt atcgtctgca ttccagcaaa aatatcaact cgtaaggcac 2 014 

tagtacagtt aaactgacat cttaaaggac aacttaaacc tgagctttct attgaatcat 2074 

ttgagtacca agataaactt acaccacata cttggtgggt gaatccaatt ttgtagaatt 2134 

cctacacagg caaaatagca tgatctgagc agcagcatcc aggctgacct caaggaagca 2194 

tagccacaaa acagaatagc acctgtctgt acatatttac aaagctaaaa taatggcttc 2254 

actcttatat ttgaggaagc aactgaacag gagtcaatga tttcatatta ctgcatatag 2314 

aataacaaca aggtgttccg tgtgtgtgtg tgtgtgtgtg tgtgtgtgtg cacatttgtt 2374 

tggggatggg ggagaagaag ctaaggggag aagtcaacat ttatgaaata ttgcctgact 2 434 

atttaaaaaa aaaaaaaaa 2453 



<210> 6 

<211> 422 

<212> PRT 

<213> Homo sapiens 



<400> 6 

Met Val Ser Glu Ser His His Glu Ala Leu Ala Ala Pro Pro Val Thr 

15 10 15 

Thr Val Ala Thr Val Leu Pro Ser Asn Ala Thr Glu Pro Ala Ser Pro 



20 25 30 

Gly Glu Gly Lys Glu Asp Ala Phe Ser Lys Leu Lys Glu Lys Phe Met 

35 40 45 

Asn Glu Leu His Lys lie Pro Leu Pro Pro Trp Ala Leu lie Ala lie 

50 55 60 

Ala lie Val Ala Val Leu Leu Val Leu Thr Cys Cys Phe Cys lie Cys 
65 70 75 80 

Lys Lys Cys Leu Phe Lys Lys Lys Asn Lys Lys Lys Gly Lys Glu Lys 

85 90 95 

Gly Gly Lys Asn Ala lie Asn Met Lys Asp Val Lys Asp Leu Gly Lys 

100 105 110 

Thr Met Lys Asp Gin Ala Leu Lys Asp Asp Asp Ala Glu Thr Gly Leu 

115 120 125 

Thr Asp Gly Glu Glu Lys Glu Glu Pro Lys Glu Glu Glu Lys Leu Gly 

130 135 140 

Lys Leu Gin Tyr Ser Leu Asp Tyr Asp Phe Gin Asn Asn Gin Leu Leu 
145 150 155 160 

Val Gly lie lie Gin Ala Ala Glu Leu Pro Ala Leu Asp Met Gly Gly 

165 170 175 

Thr Ser Asp Pro Tyr Val Lys Val Phe Leu Leu Pro Asp Lys Lys Lys 

180 185 190 

Lys Phe Glu Thr Lys Val His Arg Lys Thr Leu Asn Pro Val Phe Asn 

195 200 205 

Glu Gin Phe Thr Phe Lys Val Pro Tyr Ser Glu Leu Gly Gly Lys Thr 

210 215 220 

Leu Val Met Ala Val Tyr Asp Phe Asp Arg Phe Ser Lys His Asp lie 
225 230 235 240 

lie Gly Glu Phe Lys Val Pro Met Asn Thr Val Asp Phe Gly His Val 

245 250 255 

Thr Glu Glu Trp Arg Asp Leu Gin Ser Ala Glu Lys Glu Glu Gin Glu 

260 265 270 

Lys Leu Gly Asp lie Cys Phe Ser Leu Arg Tyr Val Pro Thr Ala Gly 

275 280 285 

Lys Leu Thr Val Val lie Leu Glu A 



